The importance of the marine environment for aquacul ture and humans health has recently been studied in many countries.
Hovewer, few studies have been performed on the microbiology of the mussel itself even if, as filter feed ing organisms, mussels could accumulate toxic phytoplan cton and pathogenic bacteria. 1) In order to study the flora of mussel and to search for the presence of potentially pathogenic bacteria which affect both mussels and/or humans, a microbiological sur vey of healthy cultured mussels collected from one site on mussels long-lines in the Tortoli Lagoon, South-East Sardinia, Italy, was carried out from February, 1995 to January, 1996. As a results, using BHI Agar and AOA, 161 dominant strains were isolated from the hepatopancreas of cultured mussels: 144 strains were Gram-negative and 17 Gram positive. The results using API galleries for diagnosis showed a very unhomogenous and variable identification (data not shown). However, based on the morphological and biochemical characteristics of the 161 strains isolated, according to Cowan and Steel,4/ 14 bacterial groups were identified, even if 3 strains are still unclassified. Table I shows the composition of dominant bacterial groups of this study. Regardeless of water temperature, dominant group was Vibrio/Aeromonas followed by Actinobacil lus/Aeromonas among Gram-negatives and Bacillus among Gram-positive bacteria. Table 2 shows the results of the detection of pathogenic bacteria and toxin from the samples. A few E. coli were found in few samples, but they were always less than the number prescribed by the Italian law about mussels ready for human alimentation (i.e. after depuration treatment). Moreover, other pathogens such as Salmonella spp. and V. parahaemolyticus, and biotoxins, have not been detect ed.
Few studies have been performed on the microbiological flora of the mussels themselves and often with the purpose to made an environmental evaluation, using the mussels body (muscle) in toto.6,7) In particular, Sugita et al.') demonstrated that the most representative microbiological flora of bivalves molluscs is composed by VibriolAeromo nas, Pseudomonas, Enterobacteriaceae, Moraxella and Micrococcus groups and that this situation is similar to that of environmental sea.
The results of this study showed that 87.6% of the iso lates from mussels was of Gram-negatives and 12.4% of Gram-positive bacteria. Moreover, the results of the mor phological and biochemical tests for identification indicate that Vibrio/Aeromonas, Aeromonas/Actinobacillus, Pseudomonas, and Bacillus groups are well represented. Furthermore, according to Starr et al.,) vibrios are one of the most representative groups of marine bacteria. In this study also, regardless of water temperature, the dominant group in mussels flora was Vibrio/Aeromonas, and first among Gram-positive bacteria was Bacillus group. However, potentially pathogenic bacteria for humans, such as E. coli, Salmonella spp. and V. parahaemolyticus, frequently the cause of alimentar gastro-enteritidis, have not been isolated in the present study. This at least indi rectly proves the low degree of fecal contamination of the studied area.
Finally, it is possible to conclude that in the microbial flora of the mussel, the most representative and dominant bacterial group is VibriolAeromonas.
However, the presence of bacteria belonging to the group Vibrio is prob lematic, because they could be either simply marine bacter ia or a pathogen for mussels, and/or fish, and/or man.8-10) For this reason, a longer and more detailed study on the classification of vibrios and new biotechnological methods of diagnosis are necessary.
